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KEY MESSAGE
A model is presented describing the transcriptional events regulating early implantation in a temporal and 
compartment-specific manner, providing a source of candidate molecules involved in successful embryo 
attachment. This process is characterized by early and transient gene expression up-regulation in the 
epithelium and overall sustained gene up-regulation in the trophoblast.
ABSTRACT
Research question: Which are the early compartment-specific transcriptional responses of the trophoblast and the 
endometrial epithelium throughout early attachment during implantation?
Design: An endometrial epithelium proxy (cell line Ishikawa) was co-cultured with spheroids of a green fluorescent 
protein (GFP) expressing trophoblast cell line (JEG-3). After 0, 8 and 24 h of co-culture, the compartments were 
sorted by fluorescence-activated cell sorting; GFP+ (trophoblast), GFP– (epithelium) and non-co-cultured control 
populations were analysed (in triplicate) by RNA-seq and gene set enrichment analysis (GSEA).
Results: Trophoblast challenge induced a wave of transcriptional changes in the epithelium that resulted in 295 
differentially regulated genes involving epithelial to mesenchymal transition (EMT), cell movement, apoptosis, hypoxia, 
inflammation, allograft rejection, myogenesis and cell signalling at 8 h. Interestingly, many of the enriched pathways 
were subsequently de-enriched by 24 h (i.e. EMT, cell movement, allograft rejection, myogenesis and cell signalling). 
In the trophoblast, the co-culture induced more transcriptional changes and regulation of a variety of pathways. 
A total of 1247 and 481 genes were differentially expressed after 8 h and from 8 to 24 h, respectively. Angiogenesis 
and hypoxia were over-represented at both stages, while EMT and cell signalling only were at 8 h; from 8 to 24 h, 
inflammation and oestrogen response were enriched, while proliferation was under-represented.
Conclusions: Successful attachment produced a series of dynamic changes in gene expression, characterized by an 
overall early and transient transcriptional up-regulation in the receptive epithelium, in contrast to a more dynamic 
transcriptional response in the trophoblast.
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INTRODUCTION
I mplantation is a major bottleneck in human reproduction (Polanski et al., 2014). The average implantation rate for an embryo ranges from 
30% to 40% (Coughlan et al., 2014). 
Recurrent implantation failure (RIF) is 
estimated to occur in approximately 
4% of IVF cycles (Koot et al., 2012), 
although estimates vary because there 
are several somewhat different definitions 
of RIF in the literature. Implantation 
of the blastocyst in the receptive 
endometrium is a sequential process 
involving apposition, attachment and 
invasion that precedes the establishment 
of pregnancy (Wang and Dey, 2006). 
Successful implantation requires embryo 
competence and endometrial receptivity, 
both of which are dynamic and highly 
regulated states (Wang and Dey, 2006). 
In addition to genetic disorders (which 
are a major cause of implantation failure 
and miscarriage), embryo competence, 
quality and ultimately developmental 
potential depend on the embryo 
achieving the correct regulatory, 
signalling and metabolic states (Fu et al., 
2009; Hourvitz et al., 2006; Lundin et al., 
2001; Simon and Laufer, 2012; Sjoblom 
et al., 2006). A key determinant of these 
embryonic states is their underlying 
transcriptional dynamics; for instance, 
waves of embryonic transcriptional 
activation direct early development 
and the symmetry breaking needed 
for cell fate specification (Shi et al., 
2015; Vassena et al., 2011). Endometrial 
receptivity, driven by ovarian steroids, 
results in a ‘window of implantation’ that 
is also dependent on the establishment 
of correct transcriptional signatures 
(Diaz-Gimeno et al., 2011; Enciso et al., 
2018). During every menstrual cycle, 
the endometrium undergoes cyclic 
proliferation and differentiation. If a viable 
embryo is present, invasive placentation 
and pregnancy occur; in its absence, the 
endometrium undergoes breakdown and 
repair (Evans et al., 2016). The stromal 
compartment of the endometrium plays 
an essential role in the establishment 
and maintenance of pregnancy; upon 
decidualization, this compartment 
becomes an embryo quality biosensor 
(Brosens et al., 2014; Teklenburg et al., 
2010). Disordered decidualization is 
linked to defective embryo selectivity, 
which may be responsible for the 
extended receptivity to, and non-selective 
acceptance of, low-quality embryos in 
women suffering recurrent pregnancy 
loss (RPL). Conversely, a decidua that is 
too restrictive leads to the rejection of 
high-quality embryos and implantation 
failure (Salker et al., 2012; Weimar et al., 
2012).
A particular aspect of a competent 
blastocyst and a receptive endometrium 
required to support successful 
implantation is their ability to coordinate 
their behaviour. Asynchrony or faulty 
molecular cascades occurring during 
embryo–endometrium interactions 
may lead to implantation failure, 
therefore limiting IVF success rates 
(Koot et al., 2016; Valdes et al., 2017). 
The importance of the transcriptional 
regulation of trophoblast–decidual 
communication during early pregnancy 
and placentation has recently been 
reported (Vento-Tormo et al., 2018). 
However, knowledge about the 
mechanisms regulating the first physical 
interaction at the maternal–fetal 
interface, i.e. apposition and attachment 
of the blastocyst to the epithelial surface, 
is still limited. Recent studies have 
demonstrated that molecular signals 
from the luminal epithelium regulate the 
trophoblast differentiation needed for 
barrier breaching during attachment and 
that uterine glands coordinate the timing 
of implantation (Kelleher et al., 2018; 
Ruane et al., 2017). Previous studies have 
compared the individual transcriptional 
profiles of the preimplantation embryo 
and the receptive endometrium 
(Altmae et al., 2017; Haouzi et al., 2011). 
Nevertheless, the specific transcriptional 
dynamics of the trophoblast/epithelium 
cross-talk have not been examined in a 
compartment-specific manner.
This group has recently determined 
that the receptive epithelium mounts a 
transcriptional response to trophoblast 
challenge that is severely muted when 
the epithelium is non-receptive (Vergaro 
et al., 2019). Combining cell sorting and 
RNA-seq analysis, the transcriptional 
responses that the trophoblast (modelled 
by spheroids of the JEG-3 trophoblastic 
cell line) and the receptive epithelium 
(modelled by the Ishikawa endometrial 
epithelial cell line) undergo during the 




The human endometrial adenocarcinoma 
cell line Ishikawa (European Collection 
of Authenticated Cell Cultures, Porton 
Down, Salisbury, UK; cat. no. 99040201) 
was cultured in minimum essential 
medium alpha modification (MEMα, 
nucleosides, no phenol red) containing 
5% fetal bovine serum, 10 mmol/l of 
non-essential amino acids (MEM Non-
Essential Amino Acids Solution) and 
100 mg/ml streptomycin and 100 IU/
ml penicillin (PenStrep). The human 
trophoblast choriocarcinoma cell 
line JEG-3 (American Type Culture 
Collection, Manassas, Virginia, USA; cat. 
no. HTB-36) was cultured in Dulbecco's 
modified Eagle medium (DMEM, high 
glucose, GlutaMAX™ supplement) 
supplemented with 10% fetal bovine 
serum, 1 mmol/l sodium pyruvate and 
100 mg/ml streptomycin and 100 IU/
ml penicillin (PenStrep). Cells were 
maintained at 37°C in 5% CO2 and 
media changed every other day. Unless 
specified, all reagents were obtained 
from Gibco, Thermo Fisher Scientific, 
Waltham, Massachusetts, USA.
Fluorescent trophoblast spheroids
Fluorescent spheroids of the trophoblast 
cell line JEG-3 were generated by 
transduction with recombinant lentiviral 
particles expressing GFP from a PGK 
promoter (Tiscornia et al., 2006). Briefly, 
trophoblast cells were grown on 12-
well plates until cultures reached 70% 
confluence. Lentiviral particles were 
added to the culture at a multiplicity 
of infection (MOI) of 10. Trophoblast 
cells with the highest GFP levels were 
collected by fluorescence-activated cell 
sorting (FACS) and cultured further. To 
generate spheroids, suspensions of GFP+ 
JEG-3 cells were adjusted to a 3  ×  104 
cells/ml concentration; 100 µl were 
seeded in U-bottom ultra-low attachment 
96-well plates (Corning, NY, USA) and 
centrifuged at room temperature for 
10 min at 250g. The plates were kept for 
48 h at 37°C and 5% CO2, resulting in 
spheroids of around 250 µm diameter.
In-vitro co-culture assay
In order to analyse the transcriptional 
dynamics during the first 24 h of 
trophoblast–epithelium interaction, 
an in-vitro system modelling embryo 
attachment was established as previously 
described (Vergaro et al., 2019). Briefly, 
Ishikawa cells were used as the substrate 
(representing the receptive endometrial 
epithelium), while GFP+ JEG-3 spheroids 
represented the embryo trophoblast. 
The epithelial substrates were grown 
in 96-well plates (Nunc, Thermo Fisher 
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Scientific, Waltham, Massachusetts, 
USA) until cells reached confluence; 
trophoblast spheroids were individually 
seeded on each well on top of a 
confluent epithelial substrate. In parallel 
to co-cultures, 96-well plates with 
confluent Ishikawa cells only or U-bottom 
ultra-low attachment 96-well plates with 
trophoblast spheroids only were kept in 
culture as experimental controls. At time 
points 0, 8 and 24 h, the co-cultures and 
controls were harvested from the 96-well 
plates using TrypLE™ Express Enzyme 
and pooled in single cell suspensions for 
cell sorting (FIGURE 1). All reagents were 
purchased from Gibco, Thermo Fisher 
Scientific, Waltham, Massachusetts, USA. 
In-vitro co-culture assays were repeated 
in triplicate as independent experiments.
Cell sorting and RNA extraction
After co-culture, FACS (BD FACS Aria 
Fusion II cell sorter, BD Biosciences, 
Franklin Lakes, New Jersey, USA) was 
used to separate GFP+ trophoblast 
cells from non-fluorescent epithelial 
substrates from each co-culture at the 
different time points (0, 8 and 24 h). 
Cell suspensions were maintained on 
ice and the cytometer chamber was 
cooled to 4°C before cell sorting. To 
eliminate possible cellular aggregates, 
cell suspensions were filtered through a 
70 µm mesh before sorting and 100 µm 
sorter nozzles were used to minimize 
clog formation. Diamidino-2-phenylindole 
(DAPI) staining allowed exclusion of dead 
cells from the isolated cell populations. 
GFP+ and GFP– populations were 
collected in 50 µl of DPBS without 
calcium or magnesium and kept on 
ice. After centrifugation, cell pellets 
were stored at –80°C until processing. 
In each experimental replicate, 10 cell 
populations were obtained (a total of 
30 cell populations). RNA from each of 
the 30 populations (10 populations from 
three independent experiments) was 
isolated using RNeasy Mini Kit (QIAGEN 
B.V., Venlo, the Netherlands) following 
the manufacturer's instructions. RNA was 
eluted in 30 µl nuclease-free water and 
purified using the RNase-Free DNase 
Set (Qiagen). RNA concentration was 
measured by fluorometric quantitation 
(QuBit, Thermo Fisher Scientific, USA) 
and high RNA integrity number (RIN) 
was determined by the Bioanalyser 2100 
System (Agilent Technologies, Santa 
Clara, California, USA), ranging from 8.6 
to 10 in all samples.
cDNA library preparation and RNA-
seq
A total of 30 RNA samples (three 
experimental replicates of each of the 10 
cell populations sorted by FACS) were 
used for cDNA library preparation and 
subjected to RNA-seq analysis. All 30 
samples were subjected to quality control 
before polyA mRNA purification using 
the NEBNext Poly(A) mRNA Magnetic 
Isolation Module (New England Biolabs, 
Ipswich, Massachusetts, USA) according 
to the manufacturer's instructions. cDNA 
synthesis, end repair and ligate adaptor 
for Illumina were performed using the 
NEBNext Ultra II RNA Library Prep 
for Illumina kit (New England Biolabs, 
Ipswich, Massachusetts, USA), following 
the manufacturer's instructions. The 
minimum number of required cycles 
was established by amplifying samples 
with SYBR Green. Each sample was 
labelled with a specific barcode during 
the amplification by the NEBNext 
Multiplex Oligos kit for Illumina (Index 
Primers Set 1). Three equimolar pools of 
10 samples were generated; each pool 
was sequenced in a single 50 nt single 
read lane of an Illumina HiSeq 2500 
Sequencing System, to obtain over 30 
million reads per sample.
RNA-seq data analysis
Sequence reads were aligned to the hg19 
(GRCh37) version of the human genome 
using STAR software v2.3.0e (Dobin 
et al., 2013) with default parameters. 
Once aligned, reads were binarized, 
sorted with sambamba v0.5.9 (http://
lomereiter.github.io/sambamba/) and 
FIGURE 1 Scheme representing the experimental design: monolayers of receptive epithelium (Ishikawa) were co-cultured with trophoblast 
spheroids (JEG-3) for 0, 8 and 24 h, or cultured alone for the same time intervals as controls. Likewise, single spheroids were co-cultured with 
Ishikawa monolayers for 0, 8 and 24 h or cultured for the same time intervals in absence of any substrate as controls. All the JEG-3 spheroids 
expressed green fluorescent protein (GFP). After 0, 8 and 24 h, GFP+ (trophoblast) and GFP– (receptive epithelia) were separated by fluorescence-
activated cell sorting (FACS) and analysed by RNA-seq. The transcriptomic profiles of the following cell populations were obtained: Ishikawa control 
at 0 h (I-c T0), GFP+ JEG-3 spheroids control at 0 h (S-c T0), Ishikawa control at 8 h (I-c T8), GFP+ JEG-3 spheroids control at 8 h (S-c T8), 
Ishikawa substrates co-cultured with JEG-3 spheroids for 8 h (I-co-S T8), GFP+ JEG-3 spheroids co-cultured with Ishikawa substrates for 8 h (S-co-I 
T8), Ishikawa control at 24 h (I-c T24), GFP+ JEG-3 spheroids control at 24 h (S-c T24), Ishikawa substrates co-cultured with JEG-3 spheroids for 
24 h (I-co-S T24) and GFP+ JEG-3 spheroids co-cultured with Ishikawa substrates for 8 h (S-co-I T24).
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imported to R (https://www.R-project.
org/) with the inbuilt annotation in the 
Rsubread package (Liao et al., 2013). 
Biomart (Smedley et al., 2015) was used 
as a source for further annotations using 
the corresponding R package. Taking into 
account processing batch as covariate, 
differential expression was analysed with 
DESeq2 (Love et al., 2014). Pairwise 
comparisons between the different 
transcriptional profiles were analysed 
according to two time stages: stage I 
(from 0 to 8 h) and stage II (from 8 to 
24 h).
Functional analysis
The pre-ranked version of gene set 
enrichment analysis (GSEA) was 
used to assess pathway enrichment 
(Subramanian et al., 2005) and applied 
to the ranking defined by the log2 fold 
change (log2FC) of the differential 
expression analysis using DESeq2, 
considering all the transcripts with 
adjusted P-value <0.05. Significantly 
enriched pathways were selected with 
an FDR cut-off at 10%. Pathway analyses 
were based on the Hallmark collection 
(Liberzon et al., 2015) after retrieval from 
the MsigDB (Liberzon et al., 2011). For 
visualization of Broad Hallmark gene sets, 
plots were generated with Circos version 
0.67 (Krzywinski et al., 2009).
DEG analysis
Differential gene expression between the 
cell populations collected after FACS was 
analysed by linear regression and pairwise 
comparison. Cut-off for statistical 
significance was set at absolute log2FC 
≥1 and adjusted P-value <0.05.
RNA-seq validation by quantitative 
polymerase chain reaction (qPCR)
RNA-seq results were validated by 
qPCR using 5 ng (in triplicates) of 
the same cDNA libraries previously 
sequenced. The expressions of selected 
genes (CYP19A1, SPDYC, CASC1, 
TGFA, PROM1 and SLC30A2) were 
quantified in a final volume of 20 µl 
using 2x SsoAdvanced Universal SYBR 
Green Supermix (Bio-Rad, Hercules, 
CA, USA) on a CFX Real-Time 
PCR platform (Bio-Rad). The qPCR 
program included a denaturalization 
step for 30 s at 95°C followed by 40 
cycles at 95°C for 5 s and at 60°C 
for 30 s. Forward and reverse primer 




GACAGT and CACCATGGCCAGGAG 
ATACT for SPDYC, GGTGGGATGC 
TGAAGGTAAA and AAAGGTGTCCAG 





for PROM1 and TTATGCAGAGCAT 
GGGTGTC and GAAGGTGCAGAT 
GGGGTCTA for SLC30A2. PPIB, 
MAP4K4 and GUSB were selected as the 
most stable housekeeping genes using 
the Integrated Cotton EST Database (Xie 
et al., 2011); forward and reverse primer 





for MAP4K4 and AAACGATTGCAG 
GGTTTCAC and CTCTCGTCG 
GTGACTGTTCA for GUSB. Analysis 
of melting curves showed single peaks 
for all the qPCR products. Relative gene 
expression data were calculated as the 
ratio between the gene expression values 
of the selected genes and the geometric 
average of PPIB, MAP4K4 and GUSB 
expressions using the ΔΔCq method 
(Pfaffl, 2001; Vandesompele et al., 2002). 
Student's t-test was used to calculate a 
two-tailed P-value of the gene expression 
differences among the following pairwise 
comparisons: I-co-S T8 versus I-c T0 for 
CYP19A1 and CASC1, I-co-S T24 versus 
I-co-S T8 for SPDYC and S-co-I T8 versus 
S-c T0 for TGFA, PROM1 and SLC30A2. 
Cut-off for statistical significance was set 
at log2FC ≥1 and P-value <0.05.
RESULTS
Trophoblast spheroids started apposing 
to Ishikawa monolayers within around 
3 h and remained in the same position 
after moving plates in circular paths at 
a speed of one rotation per second for 
approximately 10 s (Garrido-Gómez 
et al., 2012). In order to maximize the 
detection of transcriptional differences 
in both compartments, a first co-
culture time of 8 h was set, when all 
96 trophoblast spheroids in 96-well 
plates were firmly attached. Flattening 
and initial outgrowth were observed 
around 10–12 h. By 24 h, all spheroids 
were attached and exhibited flattened 
shape and outgrowth, as shown in 
FIGURE 2. The outgrowth was seen as 
invasion into the Ishikawa cell layer by 
inverted microscopy, as trophoblast cells 
displaced Ishikawa cells.
The cell populations were isolated by 
FACS at different time points (0, 8 
and 24 h) and analysed by RNA-seq 
profiling. Each co-culture gave rise 
to a GFP positive (JEG-3 trophoblast 
spheroids) and a GFP negative (Ishikawa 
epithelial substrates) cell population; 
control samples consisting of both cell 
types cultured in isolation were also 
independently sorted. A total of 10 
gene expression datasets were obtained 
(Supplementary Table 1). Pairwise 
comparisons of co-cultured cells and their 
respective controls (culture in isolation) 
were used to analyse the effect of the 
trophoblast–epithelium interaction on 
the compartment-specific transcriptional 
profile over time, divided into two stages 
of co-culture: stage I (from 0 to 8 h) 
and stage II (from 8 to 24 h). To analyse 
the effect of the co-culture of each 
compartment on the transcriptional 
profile of the other compartment 
over time, the transcriptomic profile 
of populations co-cultured for 8 h was 
compared with the transcriptomic profile 
at 0 h. Similarly, the transcriptomic profile 
at 24 h was compared with that at 8 h. 
RNA-seq results are available in the Gene 
Expression Omnibus (GEO) repository 
(accession GSE132524).
Principal component analysis
Principal component analysis (PCA) 
was used as quality control to identify 
technical bias between the three 
independent experiments (FIGURE 3). 
PCA revealed concordant clustering 
among sample groups and experimental 
triplicates; the first component (PC1) 
explained 87.05% of the sample variability.
Gene expression dynamics of the 
epithelial substrates induced by co-
culture with trophoblast spheroids for 
8 and 24 h
Differential gene expression analysis of 
non-co-cultured epithelial substrates 
during stage I and stage II were expected 
to reflect any effect of the time of culture 
on the epithelium transcriptome; no 
genes were differentially expressed in 
non-co-cultured epithelial controls during 
stage I (I-c T8 versus I-c T0) or stage II of 
culture (I-c T24 versus I-c T8), indicating 
that the substrates were transcriptionally 
stable over these timeframes. Co-culture 
during stage I (I-co-S T8 versus I-c T0) 
resulted in differential expression of 
295 genes in the epithelial substrates 
(200 genes up-regulated and 95 down-
regulated) (FIGURE 4A; Supplementary 
File 1). Co-culture during stage II 
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(I-co-S T24 versus I-co-S T8) resulted in 
differential expression of 258 genes, of 
which 127 genes were up-regulated and 
131 genes were down-regulated (FIGURE 4A; 
Supplementary File 2). A total of 124 
genes were differentially regulated in 
both stages. Interestingly, 84 out of the 
124 genes were up-regulated during stage 
I (I-co-S T8 versus I-c T0) and down-
regulated during stage II (I-co-S T24 
versus I-co-S T8), indicating an early wave 
of gene expression. Thirty-four genes 
were down-regulated during stage I and 
subsequently up-regulated in stage II, and 
six genes were up-regulated during both 
stages (FIGURE 4C; Supplementary File 3).
GSEA of the epithelial substrates
GSEA was performed using Broad 
Hallmarks annotation to identify the 
biological pathways enriched in the 
epithelial substrates during both stages 
of co-culture, illustrated in FIGURE 5 and 
presented in Supplementary Tables 2 
to 5. During the early interaction with 
the trophoblast (stage I), the enriched 
pathways were related to epithelial 
to mesenchymal transition (EMT), 
endocrine response (e.g. oestrogen 
response early), cell cycle (e.g. apoptosis, 
MYC targets v1, MYC targets v2), 
morphogenesis (e.g. myogenesis), cell 
signalling (e.g. regulation of the JAK-
STAT, TGF, KRAS and TNF signalling 
cascades) and immune response (e.g. 
inflammatory response and allograft 
rejection). Strikingly, many of the 
pathways over-represented in stage I 
were found under-represented in stage II 
of culture (from 8 to 24 h).
Trophoblast spheroid gene expression 
dynamics induced by co-culture with 
epithelial substrates for 8 and 24 h
Similar to what was observed for the 
substrate, no genes were differentially 
expressed in the non-co-cultured 
trophoblast spheroid control during stage 
I (S-c T8 versus S-c T0). Subsequently, 
only six genes changed their expression 
levels during stage II (S-c T24 versus S-c 
T8); of these, four were up-regulated 
(PLAC8, NRN1, IL2RB and RHPN1), while 
two were down-regulated (CES1 and 
STX11).
The variations in trophoblast cell gene 
expression levels in response to co-
culture were numerous. During stage I, 
spheroids co-cultured with the epithelial 
substrate (S-co-I T8 versus S-co-I T0) 
showed differential expression of 1247 
genes, of which 1201 and 46 genes were 
up- and down-regulated, respectively 
(FIGURE 4B; Supplementary File 4). During 
stage II, 481 genes were differentially 
expressed, of which 458 genes were 
up-regulated and 23 genes were down-
regulated (S-co-I T24 versus S-co-I T8; 
FIGURE 4B; Supplementary File 5).
Comparing the differentially expressed 
genes in both stages of co-culture, 
260 genes were found to be common 
between these timeframes (S-co-I T8 
versus S-c T0 and S-co-I T24 versus 
S-co-I T8); most of these genes were 
persistently up-regulated at both 8 versus 
0 h and at 24 versus 8 h (252/260). Of 
the remaining eight genes, four of them 
were up-regulated in stage I and down-
regulated in stage II, while four genes 
were down-regulated at both stages 
(FIGURE 4D; Supplementary File 6).
GSEA of the trophoblast spheroids
The trophoblast spheroids were subjected 
to a GSEA analysis similar to that 
performed on the epithelial compartment. 
Significant Broad Hallmarks during both 
FIGURE 2 Representative images of GFP+ trophoblast spheroids co-cultured with Ishikawa monolayers for (A) 8 h and (B) 24 h.
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stages are illustrated in FIGURE 6D. During 
stage I, EMT, angiogenesis, signalling (e.g. 
KRAS signalling up and Wnt/β CATENIN 
signalling) as well as hypoxia were 
enriched; by contrast, pathways related to 
protein processing (e.g. unfolded protein 
response) and proliferation (e.g. MYC 
targets v2) were under-represented. At 
24 h of co-culture, enriched pathways 
included hypoxia and angiogenesis as well 
as inflammatory and oestrogen responses. 
Conversely, cell proliferation pathways 
(e.g. E2F targets, G2M checkpoint and 
MYC targets v1 and v2) were under-
represented.
RNA-seq validation
The RNA-seq results were validated by 
confirming gene expression patterns 
of up- and down-regulation of selected 
candidates. As in the RNA-seq data, 
CYP19A1, TGFA, SPDYC and PROM1 
were up-regulated, while CASC1 and 
SLC30A2 were down-regulated (FIGURE 7).
DISCUSSION
Surprisingly, only a few studies have used 
high-throughput techniques to analyse 
human implantation (Huang et al., 2018; 
Moreno-Moya et al., 2015; Popovici et al., 
2006). In this work, GFP+ trophoblast 
spheroids were co-cultured with GFP– 
receptive epithelial cells, separated by 
FACS, and the transcriptomic response 
of each element of the model to the 
other was analysed during the early 
and late phases of apposition and 
attachment. Both the trophoblast and 
the endometrial epithelium showed a 
highly dynamic response, with marked 
transcriptional differences between 0 to 
8 h and 8 to 24 h of co-culture.
Broad Hallmarks analysis yielded relatively 
short lists of pathways with relatively high 
normalized enrichment scores (NES), and 
many of them were found to be consistent 
with previous published reports. Data 
from this study suggest that co-culture of 
both compartments induced a transient 
wave of transcriptional up-regulation in 
the endometrial epithelium during the first 
8 h, with many of the pathways enriched 
during stage I subsequently being under-
represented in stage II. The most highly 
differentially expressed gene in stage I 
was CYP19A1, which has been shown to 
be involved in decidualization as well as 
increased susceptibility to unexplained 
female infertility and endometriosis 
(Altmae et al., 2009; Gibson et al., 
2013). Several genes such as LIF and 
CD44, previously related to implantation 
success, showed an interesting pattern 
of expression with up-regulation during 
stage I and down-regulation in stage II. LIF 
is crucial for mouse embryo implantation 
and a marker of endometrial receptivity 
in fertile women (Aghajanova, 2010; 
Cheng et al., 2001; Stewart et al., 
1992). Although its role in infertility is 
controversial, recent findings suggest 
that repressing LIF expression inhibits 
embryo attachment (Huang et al., 2018). 
In a recent report, functional blocking of 
epithelial CD44 led to delayed attachment 
during early stages (Berneau et al., 2019). 
Other differentially expressed genes are 
considered endometrium-specific (Uhlen 
et al., 2015), including CPXM1, SOX17 
and ZCCHC12 (all up-regulated in stage 
I), and TMEM158 (up-regulated in stage I 
and down-regulated in stage II). CPXM1 
has been associated with early-onset pre-
eclampsia (Song et al., 2015); TMEM158 
gene expression has been found down-
FIGURE 3 Principal component analysis representing all samples from the three experimental replicates according to principal component 1 
(PC1) and principal component 2 (PC2): Ishikawa control at 0 h (I-c T0), JEG-3 spheroid control at 0 h (S-c T0), Ishikawa control at 8 h (I-c T8), 
JEG-3 spheroid control at 8 h (S-c T8), Ishikawa substrates co-cultured with JEG-3 spheroids for 8 h (I-co-S T8), JEG-3 spheroids co-cultured with 
Ishikawa substrates for 8 h (S-co-I T8), Ishikawa control at 24 h (I-c T24), JEG-3 spheroid control at 24 h (S-c T24), Ishikawa substrates co-cultured 
with JEG-3 spheroids for 24 h (I-co-S T24) and JEG-3 spheroids co-cultured with Ishikawa substrates for 24 h (S-co-I T24).
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regulated in the post-implantation luminal 
epithelium of mice compared with that 
on the preimplantation period (Xiao et al., 
2014). SOX17 has been involved in embryo 
attachment, because it is predominantly 
located at the luminal epithelium in 
mice and shows increased levels at the 
embryo attachment sites (Hirate et al., 
2016; Wallingford et al., 2013); of note, 
sox17 haploinsufficiency results in female 
subfertility and implantation failure in mice 
(Hirate et al., 2016). ZCCHC12 encodes 
a transcriptional coactivator in the bone 
morphogenetic protein (BMP)-signalling 
pathway (Cho et al., 2008). Although 
a role in implantation has not been 
reported, ZCCHC12 has been identified 
as a marker of endometrial receptivity (Hu 
et al., 2014).
CEMIP (hyaluronic acid binding protein), 
which positively regulates cell migration 
by increasing EMT (Liang et al., 2018), 
was down-regulated during stage II (8 to 
24 h of co-culture), in accordance with 
the negative enrichment of biological 
pathways related to cell motility and EMT. 
Another interesting candidate is PGR 
(progesterone receptor). The depletion 
of epithelial PGR expression levels is a 
marker of murine endometrial receptivity 
(Wetendorf et al., 2017) and a recent 
study found that FOXO1-PGR signalling 
is related to epithelial depolarization 
and tissue integrity (Vasquez, 2018). 
Data from this study showed that 
PGR expression did not change in 
stage I but was up-regulated during 
stage II, suggesting that after the initial 
trophoblast–epithelium interaction and 
barrier breaching, up-regulation of PGR 
is needed to initiate the reconstruction of 
the epithelial lining.
EMT has been suggested as a mechanism 
to reorganize the structure of the 
luminal epithelium (the first physical 
barrier that the embryo needs to breach 
FIGURE 4 (A) Venn diagram representing differentially expressed genes (DEG) between the following pairwise comparisons: Ishikawa substrates 
co-cultured with JEG-3 spheroids for 8 h versus Ishikawa control at 0 h (I-co-S T8 versus I-c T0), and Ishikawa substrates co-cultured with JEG-3 
spheroids for 24 h versus Ishikawa substrates co-cultured with JEG-3 spheroids for 8 h (I-co-S T24 versus I-co-S T8). (B) Venn diagram representing 
DEG between the following pairwise comparisons: JEG-3 spheroids co-cultured with Ishikawa substrates for 8 h versus JEG-3 spheroid control at 
0 h (S-co-I T8 versus S-c T0), and JEG-3 spheroids co-cultured with Ishikawa substrates for 24 h versus JEG-3 spheroids co-cultured with Ishikawa 
substrates for 8 h (S-co-I T24 versus S-co-I T8). (C) Graphical representation of the transcriptional dynamics of common genes differentially 
expressed in Ishikawa substrates at stage I (from 0 to 8 h) and stage II (from 8 to 24 h): I-co-S T8 versus I-c T0 and I-co-S T24 versus I-co-S T8. (D) 
Graphical representation of the transcriptional dynamics of common genes differentially expressed in JEG-3 spheroids at stage I (from 0 to 8 h) 
and stage II (from 8 to 24 h): S-co-I T8 versus S-c T0 and S-co-I T24 versus S-co-I T8.
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during implantation) in order to allow 
entry of the implanting trophoblast 
and then repair the breach (Stone 
et al., 2016; Uchida et al., 2012). EMT-
related pathways were found as well as 
inflammatory and immune responses 
(i.e. TNFα signalling via NF-κB, IL6-JAK/
STAT3 signalling and allograft rejection) 
were enriched in the substrate during 
stage I but under-represented as the 
co-culture progressed through stage 
II. This is consistent with increased 
levels of TNFα and IL-6 reported in 
women suffering from miscarriage and 
pathological pregnancies (Banerjee et al., 
2013; Lockwood et al., 2008; Quenby 
et al., 1999); these molecules interact 
with IL-11, LIF and the JAK/STAT pathway, 
all of them involved in endometrial 
receptivity and implantation (Dimitriadis 
et al., 2007, 2010; Singh et al., 2011). This 
could reflect the in-vivo event of EMT-
mediated epithelial breaching followed 
by under-representation of EMT to 
rebuild the epithelial lining. Activation of 
other biological pathways, as suggested 
by this study, could also be involved 
in epithelial breaching, namely apical 
junction, actin filament-based movement 
and contraction and apoptosis (FIGURE 5), 
by promoting displacement of the cells 
on the luminal barrier. TGFβ signalling, 
known to up-regulate the expression of 
matrix metalloproteinases that promote 
trophoblast invasion (Jones et al., 2006), 
was also found enriched in stage I but 
not stage II.
The transcriptional response of the 
trophoblast spheroids followed a generally 
more dynamic pattern than that observed 
in the Ishikawa substrate; overall, it was 
characterized by early up-regulation 
during stage I that continued through 
stage II (of 260 genes differentially 
expressed at stages I and II, 252 were 
up-regulated at both stages). A number 
of genes have been shown to be involved 
in implantation, including ERBB4 and 
EPHA2 (proposed as markers for 
trophoblast proliferation and invasion 
(Fock et al., 2015; Yang and Min, 
2011)), metalloproteinases (e.g. MMP11 
and MMP17) posited to contribute to 
trophoblast invasion during implantation 
and placentation (Minas et al., 2005; 
Zhu et al., 2012) and TWIST1, known 
to regulate trophoblast invasiveness 
via N-cadherin (Ng et al., 2012). Other 
genes (PABPC4L, HOXA13, BIRC7 and 
FIGURE 5 Graphical representation of the Broad Hallmark (BH) gene sets modulation in Ishikawa epithelial substrates co-cultured for 8 and 24 h 
with JEG-3 spheroids. Ishikawa non-co-cultured cells were used as T0. Ribbons are colour coded based on the normalized enrichment score (NES) 
of the pairwise comparison (very dark colours with |NES|>2, dark colours with 1.5<|NES|<2, and light colours with |NES|<1.5). Green and red 
represent enrichment or depletion of the BH gene set, respectively.
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HES7) showing up-regulation at both 
stages are included in the Human Protein 
Atlas database as specific for placenta. 
Trophinin, another gene related to 
trophoblast invasion due to its dual action 
on promoting trophoblast proliferation 
and inducing endometrial epithelium 
apoptosis (Sugihara et al., 2007; Tamura 
et al., 2011) also showed the same pattern. 
Other placental-associated genes were 
only up-regulated in stage I (ADAMTS15, 
IGFBP3 and SPP1) or in stage II (JAM2 
and FLT1). These molecules have been 
related to trophoblast proliferation and 
invasion (e.g. IGFBP3, SPP1, BIRC and 
TIMP3) (Chen and Khalil, 2017; Gleeson 
et al., 2001; Li et al., 2014; Whiteside 
et al., 2001; Wu et al., 2015), placental 
vascularization (e.g. HOXA13) (Shaut et al., 
2008), attachment to the endometrial 
epithelium (e.g. JAM2) (Su et al., 2012) 
and angiogenesis (e.g. FLT1) (Douglas 
et al., 2014).
These data suggested a number of 
biological pathways previously related 
to trophoblast invasion and placental 
development, such as EMT, the Wnt/β-
catenin pathway (canonical Wnt cascade), 
hypoxia and reduced proliferation 
(Caniggia et al., 2000; Davies, 2016; 
Knofler and Pollheimer, 2013; Velicky 
et al., 2018). Interestingly, trophoblast 
inflammatory response was up-regulated 
after 24 h but not before; it is postulated 
that, once the epithelium is breached, 
inflammation could act as a regulatory 
mechanism to prevent excessive 
invasion. Interestingly, angiogenesis was 
continuously increased along the 24 h 
of co-culture; if extrapolated to the 
in-vivo situation, the transcriptional up-
regulation during this early time could 
trigger signalling required for remodelling 
of the maternal vasculature needed 
for placental development (Kuo et al., 
2019; Zhou et al., 2003). Regulation of 
the unfolded protein response, which 
is linked to endoplasmic reticulum 
stress, has been related to placental 
development (Burton and Yung, 2011; 
Yung et al., 2014). Data from this study 
suggested a modulation of this system 
in the trophoblast compartment, with 
under-representation of unfolded 
protein response during stage I. Hypoxia 
(continuously enriched throughout both 
stages) and reactive oxygen species 
pathways (under-represented in stage I) 
might take part in this regulation.
In summary, the 2D in-vitro system in 
this study mimics early trophoblast 
FIGURE 6 Graphical representation of the Broad Hallmark (BH) gene sets modulation in JEG-3 trophoblast spheroids co-cultured for 8 and 24 h 
on Ishikawa substrates. Non-co-cultured JEG3 spheroids were used as T0. Ribbons are colour coded based on the normalized enrichment score 
(NES) score of the pairwise comparison (very dark colours with |NES|>2, dark colours with 1.5<|NES|<2, and light colours with |NES|<1.5). Green 
and red represent enrichment or depletion of the BH gene set, respectively.
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attachment and allows characterization 
of the transcriptional dynamics and 
molecular mechanisms regulating the 
process. The system has both drawbacks 
and advantages. Drawbacks are the 
carcinoma origin of the cell lines used, 
the lack of other elements present in 
the process (stromal, endothelial, and 
immune and stem cells) and certain 
characteristics of Ishikawa cells, such 
as the fact that despite their hormonal 
responsiveness in vitro, Ishikawa cells 
do not reflect the switch from non-
receptive to receptive status driven 
by the steroid hormone levels in vivo 
(Tamm-Rosenstein et al., 2013); rather, 
Ishikawa cells are constitutively receptive 
to the trophoblast and hormonal 
supplementation during co-culture 
is not required (Ruane et al., 2017). 
This differs from the in-vivo situation 
and therefore caution is warranted 
when extrapolating these conclusions. 
Advantages are the practicality of using 
homogenous lines for this study (avoiding 
the cellular heterogeneity associated 
with primary endometrial tissue obtained 
from biopsies (Suhorutshenko et al., 
2018)) and that the trophoblast JEG-
3 cell line has a transcriptional profile 
and secretory activity similar to those 
from primary trophoblasts (McConkey 
et al., 2016). Likewise, Ishikawa cell line 
has been selected in many studies as 
a model for receptive epithelium and 
normal endometrial function (Aberkane 
et al., 2018; Berger et al., 2015; Ruane 
et al., 2017; Schaefer et al., 2010; Singh 
et al., 2010). Transcriptomic studies 
have shown Ishikawa is a good model to 
generate biologically relevant responses 
to hormonal and chemical treatments 
(Naciff et al., 2016).
A main advantage of the current 
approach is the use of GFP to 
separate and transcriptionally analyse 
both compartments individually. 
Compared with previous studies, this 
methodological advantage provided 
lists of compartment-specific candidate 
genes and suggested the need to 
focus not only on embryo quality and 
endometrial receptivity but also on their 
reciprocal molecular responses. Future 
confirmation in primary cells would be 
useful to find markers of implantation 
failure, with clinical application in both 
assisted conception and contraception. 
We believe this system would be 
appropriate to confirm a functional 
role of molecules previously related to 
implantation in a unilateral approach, 
and addition of other endometrial 
elements would add great value to the 
model (Arnold et al., 2001; Brighton 
et al., 2017; Evron et al., 2011; Vento-
Tormo et al., 2018). In conclusion, the 
interaction between the trophoblast 
and the receptive epithelium preceding 
the establishment of pregnancy could 
rely on transcriptional programmes 
that are regulated in a space and time-
specific manner. In the current model, 
this process is characterized by an 
early and transient transcriptional up-
regulation in the receptive epithelium; 
in contrast, the transcriptional response 
of the trophoblast is less structured, 
with overall sustained up-regulation and 
involving different pathways at each 
stage.
ACKNOWLEDGEMENTS
The authors wish to thank all members 
of the Basic Laboratory of Clínica 
EUGIN for helpful discussions, especially 
Montserrat Barragán and Anna 
Ferrer; members of the Biostatistics/
Bioinformatics facility of the Institute for 
Research in Biomedicine (Barcelona) for 
FIGURE 7 RNA-seq validation by qPCR. Dark grey bars represent the differences in gene expression levels among samples by RNA-seq and light 
grey bars represent the differences in gene expression levels among samples by qPCR. The genes were compared in the following samples: I-co-S 
T8 versus I-c T0 for CYP19A1 and CASC1, I-co-S T24 versus I-co-S T8 for SPDYC and S-co-I T8 versus S-c T0 for TGFA, PROM1 and SLC30A2. 
Asterisks and hash symbols indicate statistical significance of gene expression differences between samples by RNA-seq and qPCR, respectively 
(P < 0.05): CYP19A1, P = 0.0148; SPDYC, P = 0.0174; CASC1, P = 0.0131; TGFA, P = 0.0012; PROM1, P = 0.0004; SLC30A2, P = 0.0168. Error 
bars represent standard deviation among experimental values.
36 RBMO  VOLUME 42  ISSUE 1  2021
bioinformatics analysis and Prof. Daniel 
Grinberg from Universitat de Barcelona 
for technical support.
This work was supported by intramural 
funding from Clínica EUGIN, by 
the Secretary for Universities and 
Research of the Ministry of Economy 
and Knowledge of the Government 
of Catalonia (GENCAT 2015 DI 050) 
and the Torres Quevedo Program of 
the Spanish Ministry of Science and 
Innovation.
SUPPLEMENTARY MATERIALS
Supplementary material associated 
with this article can be found, in 
the online version, at doi:10.1016/j.
rbmo.2020.08.037.
REFERENCES
Aberkane, A., Essahib, W., Spits, C., De Paepe, 
C., Sermon, K., Adriaenssens, T., Mackens, 
S., Tournaye, H., Brosens, J.J., Van De Velde, 
H. Expression of adhesion and extracellular 
matrix genes in human blastocysts upon 
attachment in a 2D co-culture system. Mol. 
Hum. Reprod. 2018; 24: 375–387
Aghajanova, L. Update on the role of leukemia 
inhibitory factor in assisted reproduction. Curr. 
Opin. Obstet. Gynecol. 2010; 22: 213–219
Altmae, S., Haller, K., Peters, M., Saare, M., 
Hovatta, O., Stavreus-Evers, A., Velthut, 
A., Karro, H., Metspalu, A., Salumets, A. 
Aromatase gene (CYP19A1) variants, female 
infertility and ovarian stimulation outcome: a 
preliminary report. Reprod. Biomed. Online 
2009; 18: 651–657
Altmae, S., Koel, M., Vosa, U., Adler, P., 
Suhorutsenko, M., Laisk-Podar, T., Kukushkina, 
V., Saare, M., Velthut-Meikas, A., Krjutskov, 
K., Aghajanova, L., Lalitkumar, P.G., Gemzell-
Danielsson, K., Giudice, L., Simon, C., 
Salumets, A. Meta-signature of human 
endometrial receptivity: a meta-analysis and 
validation study of transcriptomic biomarkers. 
Sci. Rep. 2017; 7: 10077
Arnold, J.T., Kaufman, D.G., Seppala, M., Lessey, 
B.A. Endometrial stromal cells regulate 
epithelial cell growth in vitro: a new co-
culture model. Hum. Reprod. 2001; 16: 
836–845
Banerjee, P., Jana, S.K., Pasricha, P., Ghosh, 
S., Chakravarty, B., Chaudhury, K. 
Proinflammatory cytokines induced altered 
expression of cyclooxygenase-2 gene results 
in unreceptive endometrium in women with 
idiopathic recurrent spontaneous miscarriage. 
Fertil. Steril. 2013; 99: 179–187
Berger, C., Boggavarapu, N.R., Menezes, J., 
Lalitkumar, P.G., Gemzell-Danielsson, K. 
Effects of ulipristal acetate on human embryo 
attachment and endometrial cell gene 
expression in an in vitro co-culture system. 
Hum. Reprod. 2015; 30: 800–811
Berneau, S.C., Ruane, P.T., Brison, D.R., Kimber, 
S.J., Westwood, M., Aplin, J.D. Investigating 
the role of CD44 and hyaluronate in embryo-
epithelial interaction using an in vitro model. 
Mol. Hum. Reprod. 2019; 25: 265–273
Brighton, P.J., Maruyama, Y., Fishwick, K., Vrljicak, 
P., Tewary, S., Fujihara, R., Muter, J., Lucas, E.S., 
Yamada, T., Woods, L., Lucciola, R., Hou Lee, Y., 
Takeda, S., Ott, S., Hemberger, M., Quenby, S., 
Brosens, J.J. Clearance of senescent decidual 
cells by uterine natural killer cells in cycling 
human endometrium. Elife 2017; 6: e31274. 
doi:10.7554/eLife.31274
Brosens, J.J., Salker, M.S., Teklenburg, G., 
Nautiyal, J., Salter, S., Lucas, E.S., Steel, J.H., 
Christian, M., Chan, Y.W., Boomsma, C.M., 
Moore, J.D., Hartshorne, G.M., Sucurovic, S., 
Mulac-Jericevic, B., Heijnen, C.J., Quenby, S., 
Koerkamp, M.J., Holstege, F.C., Shmygol, A., 
Macklon, N.S. Uterine selection of human 
embryos at implantation. Sci. Rep. 2014; 4: 
3894
Burton, G.J., Yung, H.W. Endoplasmic reticulum 
stress in the pathogenesis of early-onset pre-
eclampsia. Pregnancy Hypertens 2011; 1: 72–78
Caniggia, I., Mostachfi, H., Winter, J., Gassmann, 
M., Lye, S.J., Kuliszewski, M., Post, M. Hypoxia-
inducible factor-1 mediates the biological 
effects of oxygen on human trophoblast 
differentiation through TGFbeta(3). J. Clin. 
Invest. 2000; 105: 577–587
Coughlan, C., Ledger, W., Wang, Q., Liu, F., 
Demirol, A., Gurgan, T., Cutting, R., Ong, K., 
Sallam, H., Li, T.C. Recurrent implantation 
failure: definition and management. Reprod. 
Biomed. Online 2014; 28: 14–38
Chen, J., Khalil, R.A. Matrix Metalloproteinases 
in Normal Pregnancy and Preeclampsia. Prog. 
Mol. Biol. Transl. Sci. 2017; 148: 87–165
Cheng, J.G., Chen, J.R., Hernandez, L., Alvord, 
W.G., Stewart, C.L. Dual control of LIF 
expression and LIF receptor function regulate 
Stat3 activation at the onset of uterine 
receptivity and embryo implantation. Proc. 
Natl. Acad. Sci. U S A 2001; 98: 8680–8685
Cho, G., Lim, Y., Zand, D., Golden, J.A. 
Sizn1 is a novel protein that functions 
as a transcriptional coactivator of bone 
morphogenic protein signaling. Mol. Cell. Biol. 
2008; 28: 1565–1572
Davies, J.P., J, Yong, H.E, Kokkinos, M.I, Kalionis, B, 
Knofler, M, Murthi, P. Epithelial-mesenchymal 
transition during extravillous trophoblast 
differentiation. Cell. Adh. Migr. 2016; 10: 310–321
Diaz-Gimeno, P., Horcajadas, J.A., Martinez-
Conejero, J.A., Esteban, F.J., Alama, P., Pellicer, 
A., Simon, C. A genomic diagnostic tool for 
human endometrial receptivity based on the 
transcriptomic signature. Fertil. Steril. 2011; 
95: 50–60
Dimitriadis, E., Menkhorst, E., Salamonsen, L.A., 
Paiva, P. Review: LIF and IL11 in trophoblast-
endometrial interactions during the 
establishment of pregnancy. Placenta 2010; 
31: S99–104
Dimitriadis, E., Sharkey, A.M., Tan, 
Y.L., Salamonsen, L.A., Sherwin, J.R. 
Immunolocalisation of phosphorylated STAT3, 
interleukin 11 and leukaemia inhibitory factor 
in endometrium of women with unexplained 
infertility during the implantation window. 
Reprod. Biol. Endocrinol. 2007; 5: 44
Dobin, A., Davis, C.A., Schlesinger, F., Drenkow, 
J., Zaleski, C., Jha, S., Batut, P., Chaisson, M., 
Gingeras, T.R. STAR: ultrafast universal RNA-
seq aligner. Bioinformatics 2013; 29: 15–21
Douglas, N.C., Zimmermann, R.C., Tan, Q.K., 
Sullivan-Pyke, C.S., Sauer, M.V., Kitajewski, J.K., 
Shawber, C.J. VEGFR-1 blockade disrupts 
peri-implantation decidual angiogenesis and 
macrophage recruitment. Vasc. Cell. 2014; 
6: 16
Enciso, M., Carrascosa, J.P., Sarasa, J., 
Martinez-Ortiz, P.A., Munne, S., Horcajadas, 
J.A., Aizpurua, J. Development of a new 
comprehensive and reliable endometrial 
receptivity map (ER Map/ER Grade) based 
on RT-qPCR gene expression analysis. Hum. 
Reprod. 2018; 33: 220–228
Evans, J., Salamonsen, L.A., Winship, A., Menkhorst, 
E., Nie, G., Gargett, C.E., Dimitriadis, E. Fertile 
ground: human endometrial programming 
and lessons in health and disease. Nat. Rev. 
Endocrinol. 2016; 12: 654–667
Evron, A., Goldman, S., Shalev, E. Effect of 
primary human endometrial stromal cells 
on epithelial cell receptivity and protein 
expression is dependent on menstrual cycle 
stage. Hum. Reprod. 2011; 26: 176–190
Fock, V., Plessl, K., Fuchs, R., Dekan, S., Milla, S.K., 
Haider, S., Fiala, C., Knofler, M., Pollheimer, 
J. Trophoblast subtype-specific EGFR/
ERBB4 expression correlates with cell cycle 
progression and hyperplasia in complete 
 RBMO  VOLUME 42  ISSUE 1  2021 37
hydatidiform moles. Hum. Reprod. 2015; 30: 
789–799
Fu, J., Wang, X.J., Wang, Y.W., Sun, J., Gemzell-
Danielsson, K., Sun, X.X. The influence of early 
cleavage on embryo developmental potential 
and IVF/ICSI outcome. J. Assist. Reprod. 
Genet. 2009; 26: 437–441
Garrido-Gómez, T., Dominguez, F., Quiñonero, 
A., Estella, C., Vilella, F., Pellicer, A., Simon, 
C..  Annexin A2 is critical for embryo 
adhesiveness to the human endometrium by 
RhoA activation through F-actin regulation. 
FASEB J. 2012; 26: 3715–3727
Gibson, D.A., Mcinnes, K.J., Critchley, H.O., 
Saunders, P.T. Endometrial Intracrinology–
generation of an estrogen-dominated 
microenvironment in the secretory phase of 
women. J. Clin. Endocrinol. Metab. 2013; 98: 
E1802–E1806
Gleeson, L.M., Chakraborty, C., Mckinnon, T., 
Lala, P.K. Insulin-like growth factor-binding 
protein 1 stimulates human trophoblast 
migration by signaling through alpha 5 beta 1 
integrin via mitogen-activated protein Kinase 
pathway. J. Clin. Endocrinol. Metab. 2001; 86: 
2484–2493
Haouzi, D., Dechaud, H., Assou, S., Monzo, 
C., De Vos, J., Hamamah, S. Transcriptome 
analysis reveals dialogues between human 
trophectoderm and endometrial cells during 
the implantation period. Hum. Reprod. 2011; 
26: 1440–1449
Hirate, Y., Suzuki, H., Kawasumi, M., Takase, 
H.M., Igarashi, H., Naquet, P., Kanai, Y., Kanai-
Azuma, M. Mouse Sox17 haploinsufficiency 
leads to female subfertility due to impaired 
implantation. Sci. Rep. 2016; 6: 24171
Hourvitz, A., Lerner-Geva, L., Elizur, S.E., Baum, 
M., Levron, J., David, B., Meirow, D., Yaron, R., 
Dor, J. Role of embryo quality in predicting 
early pregnancy loss following assisted 
reproductive technology. Reprod. Biomed. 
Online 2006; 13: 504–509
Hu, S., Yao, G., Wang, Y., Xu, H., Ji, X., He, Y., 
Zhu, Q., Chen, Z., Sun, Y. Transcriptomic 
changes during the pre-receptive to receptive 
transition in human endometrium detected by 
RNA-Seq. J. Clin. Endocrinol. Metab. 2014; 99: 
E2744–E2753
Huang, M.Y., Zhang, W.Q., Zhao, M., Zhu, C., He, 
J.P., Liu, J.L. Assessment of Embryo-Induced 
Transcriptomic Changes in Hamster Uterus 
Using RNA-Seq. Cell. Physiol. Biochem. 2018; 
46: 1868–1878
Jones, R.L., Findlay, J.K., Farnworth, P.G., 
Robertson, D.M., Wallace, E., Salamonsen, L.A. 
Activin A and inhibin A differentially regulate 
human uterine matrix metalloproteinases: 
potential interactions during decidualization 
and trophoblast invasion. Endocrinology 2006; 
147: 724–732
Kelleher, A.M., Milano-Foster, J., Behura, S.K., 
Spencer, T.E. Uterine glands coordinate 
on-time embryo implantation and impact 
endometrial decidualization for pregnancy 
success. Nat. Commun. 2018; 9: 2435
Knofler, M., Pollheimer, J. Human placental 
trophoblast invasion and differentiation: 
a particular focus on Wnt signaling. Front 
Genet. 2013; 4: 190
Koot, Y.E., Teklenburg, G., Salker, M.S., Brosens, 
J.J., Macklon, N.S. Molecular aspects of 
implantation failure. Biochim. Biophys Acta 
2012; 1822: 1943–1950
Koot, Y.E., Van Hooff, S.R., Boomsma, C.M., Van 
Leenen, D., Groot Koerkamp, M.J., Goddijn, 
M., Eijkemans, M.J., Fauser, B.C., Holstege, 
F.C., Macklon, N.S. An endometrial gene 
expression signature accurately predicts 
recurrent implantation failure after IVF. Sci. 
Rep. 2016; 6: 19411
Krzywinski, M., Schein, J., Birol, I., Connors, J., 
Gascoyne, R., Horsman, D., Jones, S.J., Marra, 
M.A. Circos: an information aesthetic for 
comparative genomics. Genome Res. 2009; 
19: 1639–1645
Kuo, C.Y., Shevchuk, M., Opfermann, J., Guo, T., 
Santoro, M., Fisher, J.P., Kim, P.C. Trophoblast-
endothelium signaling involves angiogenesis 
and apoptosis in a dynamic bioprinted 
placenta model. Biotechnol. Bioeng. 2019; 116: 
181–192
Li, W., Liu, D., Chang, W., Lu, X., Wang, Y.L., 
Wang, H., Zhu, C., Lin, H.Y., Zhang, Y., Zhou, J., 
Wang, H. Role of IGF2BP3 in trophoblast cell 
invasion and migration. Cell. Death Dis. 2014; 
5: e1025
Liang, G., Fang, X., Yang, Y., Song, Y. Silencing 
of CEMIP suppresses Wnt/beta-catenin/
Snail signaling transduction and inhibits EMT 
program of colorectal cancer cells. Acta 
Histochem. 2018; 120: 56–63
Liao, Y., Smyth, G.K., Shi, W. The Subread aligner: 
fast, accurate and scalable read mapping by 
seed-and-vote. Nucleic Acids Res. 2013; 41: 
e108
Liberzon, A., Birger, C., Thorvaldsdottir, H., 
Ghandi, M., Mesirov, J.P., Tamayo, P. The 
Molecular Signatures Database (MSigDB) 
hallmark gene set collection. Cell. Syst. 2015; 
1: 417–425
Liberzon, A., Subramanian, A., Pinchback, R., 
Thorvaldsdottir, H., Tamayo, P., Mesirov, J.P. 
Molecular signatures database (MSigDB) 3.0. 
Bioinformatics 2011; 27: 1739–1740
Lockwood, C.J., Yen, C.F., Basar, M., Kayisli, U.A., 
Martel, M., Buhimschi, I., Buhimschi, C., Huang, 
S.J., Krikun, G., Schatz, F. Preeclampsia-related 
inflammatory cytokines regulate interleukin-6 
expression in human decidual cells. Am. J. 
Pathol. 2008; 172: 1571–1579
Love, M.I., Huber, W., Anders, S. Moderated 
estimation of fold change and dispersion for 
RNA-seq data with DESeq2. Genome Biol. 
2014; 15: 550
Lundin, K., Bergh, C., Hardarson, T. Early embryo 
cleavage is a strong indicator of embryo 
quality in human IVF. Hum. Reprod. 2001; 16: 
2652–2657
Mcconkey, C.A., Delorme-Axford, E., Nickerson, 
C.A., Kim, K.S., Sadovsky, Y., Boyle, J.P., Coyne, 
C.B. A three-dimensional culture system 
recapitulates placental syncytiotrophoblast 
development and microbial resistance. Sci. 
Adv. 2016; 2e1501462
Minas, V., Loutradis, D., Makrigiannakis, A. Factors 
controlling blastocyst implantation. Reprod. 
Biomed. Online 2005; 10: 205–216
Moreno-Moya, J.M., Franchi, N.A., Martinez-
Escribano, S., Martinez-Conejero, J.A., 
Bocca, S., Oehninger, S., Horcajadas, J.A. 
Transcriptome of early embryonic invasion at 
implantation sites in a murine model. Reprod. 
Fertil. Dev. 2015
Naciff, J.M., Khambatta, Z.S., Carr, G.J., Tiesman, 
J.P., Singleton, D.W., Khan, S.A., Daston, G.P. 
Dose- and Time-Dependent Transcriptional 
Response of Ishikawa Cells Exposed to 
Genistein. Toxicol. Sci. 2016; 151: 71–87
Ng, Y.H., Zhu, H., Leung, P.C. Twist modulates 
human trophoblastic cell invasion via 
regulation of N-cadherin. Endocrinology 2012; 
153: 925–936
Pfaffl, M.W. A new mathematical model for 
relative quantification in real-time RT-PCR. 
Nucleic Acids Res. 2001; 29: e45
Polanski, L.T., Baumgarten, M.N., Quenby, S., 
Brosens, J., Campbell, B.K., Raine-Fenning, 
N.J. What exactly do we mean by ‘recurrent 
implantation failure’? A systematic review and 
opinion. Reprod. Biomed. Online 2014; 28: 
409–423
Popovici, R.M., Betzler, N.K., Krause, M.S., Luo, 
M., Jauckus, J., Germeyer, A., Bloethner, S., 
Schlotterer, A., Kumar, R., Strowitzki, T., Von 
Wolff, M. Gene expression profiling of human 
endometrial-trophoblast interaction in a 
coculture model. Endocrinology 2006; 147: 
5662–5675
Quenby, S., Bates, M., Doig, T., Brewster, J., 
Lewis-Jones, D.I., Johnson, P.M., Vince, G. 
Pre-implantation endometrial leukocytes in 
women with recurrent miscarriage. Hum. 
Reprod. 1999; 14: 2386–2391
Ruane, P.T., Berneau, S.C., Koeck, R., Watts, J., 
Kimber, S.J., Brison, D.R., Westwood, M., Aplin, 
J.D. Apposition to endometrial epithelial cells 
activates mouse blastocysts for implantation. 
Mol. Hum. Reprod. 2017; 23: 617–627
Salker, M.S., Nautiyal, J., Steel, J.H., Webster, Z., 
Sucurovic, S., Nicou, M., Singh, Y., Lucas, E.S., 
Murakami, K., Chan, Y.W., James, S., Abdallah, 
Y., Christian, M., Croy, B.A., Mulac-Jericevic, 
B., Quenby, S., Brosens, J.J. Disordered IL-33/
ST2 activation in decidualizing stromal cells 
prolongs uterine receptivity in women with 
recurrent pregnancy loss. PLoS One 2012; 7: 
e52252
Schaefer, W.R., Fischer, L., Deppert, W.R., Hanjalic-
Beck, A., Seebacher, L., Weimer, M., Zahradnik, 
H.P. In vitro-Ishikawa cell test for assessing 
tissue-specific chemical effects on human 
endometrium. Reprod. Toxicol. 2010; 30: 89–93
Shaut, C.A., Keene, D.R., Sorensen, L.K., Li, D.Y., 
Stadler, H.S. HOXA13 Is essential for placental 
vascular patterning and labyrinth endothelial 
specification. PLoS Genet. 2008; 4e1000073
Shi, J., Chen, Q., Li, X., Zheng, X., Zhang, Y., 
Qiao, J., Tang, F., Tao, Y., Zhou, Q., Duan, E. 
Dynamic transcriptional symmetry-breaking 
in pre-implantation mammalian embryo 
development revealed by single-cell RNA-seq. 
Development 2015; 142: 3468–3477
Simon, A., Laufer, N. Repeated implantation 
failure: clinical approach. Fertil. Steril. 2012; 
97: 1039–1043
Singh, H., Nardo, L., Kimber, S.J., Aplin, J.D. Early 
stages of implantation as revealed by an in 
vitro model. Reproduction 2010; 139: 905–914
Singh, M., Chaudhry, P., Asselin, E. Bridging 
endometrial receptivity and implantation: 
network of hormones, cytokines, and growth 
factors. J. Endocrinol. 2011; 210: 5–14
Sjoblom, P., Menezes, J., Cummins, L., 
Mathiyalagan, B., Costello, M.F. Prediction 
of embryo developmental potential and 
pregnancy based on early stage morphological 
characteristics. Fertil. Steril. 2006; 86: 
848–861
Smedley, D., Haider, S., Durinck, S., Pandini, L., 
Provero, P., Allen, J., Arnaiz, O., Awedh, M.H., 
Baldock, R., Barbiera, G., Bardou, P., Beck, T., 
Blake, A., Bonierbale, M., Brookes, A.J., Bucci, 
G., Buetti, I., Burge, S., Cabau, C., Carlson, 
38 RBMO  VOLUME 42  ISSUE 1  2021
J.W., Chelala, C., Chrysostomou, C., Cittaro, D., 
Collin, O., Cordova, R., Cutts, R.J., Dassi, E., Di 
Genova, A., Djari, A., Esposito, A., Estrella, H., 
Eyras, E., Fernandez-Banet, J., Forbes, S., Free, 
R.C., Fujisawa, T., Gadaleta, E., Garcia-Manteiga, 
J.M., Goodstein, D., Gray, K., Guerra-Assuncao, 
J.A., Haggarty, B., Han, D.J., Han, B.W., Harris, 
T., Harshbarger, J., Hastings, R.K., Hayes, R.D., 
Hoede, C., Hu, S., Hu, Z.L., Hutchins, L., Kan, 
Z., Kawaji, H., Keliet, A., Kerhornou, A., Kim, 
S., Kinsella, R., Klopp, C., Kong, L., Lawson, 
D., Lazarevic, D., Lee, J.H., Letellier, T., Li, C.Y., 
Lio, P., Liu, C.J., Luo, J., Maass, A., Mariette, 
J., Maurel, T., Merella, S., Mohamed, A.M., 
Moreews, F., Nabihoudine, I., Ndegwa, N., Noirot, 
C., Perez-Llamas, C., Primig, M., Quattrone, 
A., Quesneville, H., Rambaldi, D., Reecy, J., 
Riba, M., Rosanoff, S., Saddiq, A.A., Salas, E., 
Sallou, O., Shepherd, R., Simon, R., Sperling, L., 
Spooner, W., Staines, D.M., Steinbach, D., Stone, 
K., Stupka, E., Teague, J.W., Dayem Ullah, A.Z., 
Wang, J., Ware, D. The BioMart community 
portal: an innovative alternative to large, 
centralized data repositories. Nucleic Acids Res. 
2015; 43: W589–W598
Song, J., Li, Y., An, R.F. Identification of Early-
Onset Preeclampsia-Related Genes and 
MicroRNAs by Bioinformatics Approaches. 
Reprod. Sci. 2015; 22: 954–963
Stewart, C.L., Kaspar, P., Brunet, L.J., Bhatt, 
H., Gadi, I., Kontgen, F., Abbondanzo, S.J. 
Blastocyst implantation depends on maternal 
expression of leukaemia inhibitory factor. 
Nature 1992; 359: 76–79
Stone, R.C., Pastar, I., Ojeh, N., Chen, V., Liu, 
S., Garzon, K.I., Tomic-Canic, M. Epithelial-
mesenchymal transition in tissue repair and 
fibrosis. Cell Tissue Res. 2016; 365: 495–506
Su, R.W., Jia, B., Ni, H., Lei, W., Yue, S.L., Feng, 
X.H., Deng, W.B., Liu, J.L., Zhao, Z.A., Wang, 
T.S., Yang, Z.M. Junctional adhesion molecule 
2 mediates the interaction between hatched 
blastocyst and luminal epithelium: induction 
by progesterone and LIF. PLoS One 2012; 7: 
e34325
Subramanian, A., Tamayo, P., Mootha, V.K., 
Mukherjee, S., Ebert, B.L., Gillette, M.A., 
Paulovich, A., Pomeroy, S.L., Golub, T.R., 
Lander, E.S., Mesirov, J.P. Gene set enrichment 
analysis: a knowledge-based approach for 
interpreting genome-wide expression profiles. 
Proc. Natl. Acad. Sci. U S A 2005; 102: 
15545–15550
Sugihara, K., Sugiyama, D., Byrne, J., Wolf, D.P., 
Lowitz, K.P., Kobayashi, Y., Kabir-Salmani, M., 
Nadano, D., Aoki, D., Nozawa, S., Nakayama, 
J., Mustelin, T., Ruoslahti, E., Yamaguchi, N., 
Fukuda, M.N. Trophoblast cell activation by 
trophinin ligation is implicated in human 
embryo implantation. Proc. Natl. Acad. Sci. U 
S A 2007; 104: 3799–3804
Suhorutshenko, M, Kukushkina, V, Velthut-Meikas, 
A, Altmäe, S., Peters, M., Mägi, R., Krjutškov, 
K., Koel, M., Codoñer, F.M., Martinez-Blanch, 
J.F., Vilella, F., Simón, C., Salumets, A., Laisk, T. 
Endometrial receptivity revisited: endometrial 
transcriptome adjusted for tissue cellular 
heterogeneity. Human reproduction 2018; 33: 
2074–2086
Tamm-Rosenstein, K., Simm, J., Suhorutshenko, 
M., Salumets, A., Metsis, M. Changes in the 
transcriptome of the human endometrial 
Ishikawa cancer cell line induced by estrogen, 
progesterone, tamoxifen, and mifepristone 
(RU486) as detected by RNA-sequencing. 
PLoS One 2013; 8: e68907
Tamura, N., Sugihara, K., Akama, T.O., Fukuda, 
M.N. Trophinin-mediated cell adhesion 
induces apoptosis of human endometrial 
epithelial cells through PKC-delta. Cell Cycle 
2011; 10: 135–143
Teklenburg, G., Salker, M., Molokhia, M., Lavery, 
S., Trew, G., Aojanepong, T., Mardon, H.J., 
Lokugamage, A.U., Rai, R., Landles, C., Roelen, 
B.A., Quenby, S., Kuijk, E.W., Kavelaars, A., 
Heijnen, C.J., Regan, L., Brosens, J.J., Macklon, 
N.S. Natural selection of human embryos: 
decidualizing endometrial stromal cells 
serve as sensors of embryo quality upon 
implantation. PLoS One 2010; 5: e10258
Tiscornia, G., Singer, O., Verma, I.M. Production 
and purification of lentiviral vectors. Nat. 
Protoc. 2006; 1: 241–245
Uchida, H., Maruyama, T., Nishikawa-Uchida, S., 
Oda, H., Miyazaki, K., Yamasaki, A., Yoshimura, Y. 
Studies using an in vitro model show evidence 
of involvement of epithelial-mesenchymal 
transition of human endometrial epithelial cells 
in human embryo implantation. J. Biol. Chem. 
2012; 287: 4441–4450
Uhlen, M., Fagerberg, L., Hallstrom, B.M., Lindskog, 
C., Oksvold, P., Mardinoglu, A., Sivertsson, A., 
Kampf, C., Sjostedt, E., Asplund, A., Olsson, I., 
Edlund, K., Lundberg, E., Navani, S., Szigyarto, 
C.A., Odeberg, J., Djureinovic, D., Takanen, 
J.O., Hober, S., Alm, T., Edqvist, P.H., Berling, 
H., Tegel, H., Mulder, J., Rockberg, J., Nilsson, 
P., Schwenk, J.M., Hamsten, M., Von Feilitzen, 
K., Forsberg, M., Persson, L., Johansson, F., 
Zwahlen, M., Von Heijne, G., Nielsen, J., Ponten, 
F. Proteomics. Tissue-based map of the human 
proteome. Science 2015; 3471260419
Valdes, C.T., Schutt, A., Simon, C. Implantation 
failure of endometrial origin: it is not 
pathology, but our failure to synchronize 
the developing embryo with a receptive 
endometrium. Fertil. Steril. 2017; 108: 15–18
Vandesompele, J., De Preter, K., Pattyn, F., Poppe, 
B., Van Roy, N., De Paepe, A., Speleman, F. 
Accurate normalization of real-time quantitative 
RT-PCR data by geometric averaging of multiple 
internal control genes. Genome. Biol. 2002; 3
Vasquez, Y.M. Estrogen-regulated transcription: 
Mammary gland and uterus. Steroids 2018; 
133: 82–86
Vassena, R., Boue, S., Gonzalez-Roca, E., Aran, 
B., Auer, H., Veiga, A., Izpisua Belmonte, J.C. 
Waves of early transcriptional activation and 
pluripotency program initiation during human 
preimplantation development. Development 
2011; 138: 3699–3709
Velicky, P., Meinhardt, G., Plessl, K., Vondra, S., 
Weiss, T., Haslinger, P., Lendl, T., Aumayr, K., 
Mairhofer, M., Zhu, X., Schutz, B., Hannibal, 
R.L., Lindau, R., Weil, B., Ernerudh, J., Neesen, 
J., Egger, G., Mikula, M., Rohrl, C., Urban, A.E., 
Baker, J., Knofler, M., Pollheimer, J. Genome 
amplification and cellular senescence are 
hallmarks of human placenta development. 
PLoS Genet 2018; 14e1007698
Vento-Tormo, R., Efremova, M., Botting, R.A., 
Turco, M.Y., Vento-Tormo, M., Meyer, K.B., Park, 
J.E., Stephenson, E., Polanski, K., Goncalves, 
A., Gardner, L., Holmqvist, S., Henriksson, 
J., Zou, A., Sharkey, A.M., Millar, B., Innes, 
B., Wood, L., Wilbrey-Clark, A., Payne, R.P., 
Ivarsson, M.A., Lisgo, S., Filby, A., Rowitch, 
D.H., Bulmer, J.N., Wright, G.J., Stubbington, 
M.J.T., Haniffa, M., Moffett, A., Teichmann, 
S.A. Single-cell reconstruction of the early 
maternal-fetal interface in humans. Nature 
2018; 563: 347–353
Vergaro, P., Tiscornia, G., Rodriguez, A., Santalo, 
J., Vassena, R. Transcriptomic analysis of the 
interaction of choriocarcinoma spheroids 
with receptive vs. non-receptive endometrial 
epithelium cell lines: an in vitro model for 
human implantation. J. Assist. Reprod. Genet. 
2019; 36: 857–873
Wallingford, M.C., Angelo, J.R., Mager, J. 
Morphogenetic analysis of peri-implantation 
development. Dev. Dyn. 2013; 242: 1110–1120
Wang, H., Dey, S.K. Roadmap to embryo 
implantation: clues from mouse models. Nat. 
Rev. Genet. 2006; 7: 185–199
Weimar, C.H., Kavelaars, A., Brosens, J.J., 
Gellersen, B., De Vreeden-Elbertse, J.M., 
Heijnen, C.J., Macklon, N.S. Endometrial 
stromal cells of women with recurrent 
miscarriage fail to discriminate between high- 
and low-quality human embryos. PLoS One 
2012; 7: e41424
Wetendorf, M., Wu, S.P., Wang, X., Creighton, 
C.J., Wang, T., Lanz, R.B., Blok, L., Tsai, S.Y., 
Tsai, M.J., Lydon, J.P., Demayo, F.J. Decreased 
epithelial progesterone receptor A at 
the window of receptivity is required for 
preparation of the endometrium for embryo 
attachment. Biol. Reprod. 2017; 96: 313–326
Whiteside, E.J., Jackson, M.M., Herington, 
A.C., Edwards, D.R., Harvey, M.B. Matrix 
metalloproteinase-9 and tissue inhibitor of 
metalloproteinase-3 are key regulators of 
extracellular matrix degradation by mouse 
embryos. Biol. Reprod. 2001; 64: 1331–1337
Wu, L.Z., Liu, X.L., Xie, Q.Z. Osteopontin 
facilitates invasion in human trophoblastic 
cells via promoting matrix metalloproteinase-9 
in vitro. Int. J. Clin. Exp. Pathol. 2015; 8: 
14121–14130
Xiao, S., Diao, H., Zhao, F., Li, R., He, N., Ye, 
X. Differential gene expression profiling of 
mouse uterine luminal epithelium during 
periimplantation. Reprod. Sci. 2014; 21: 351–362
Xie, F., Sun, G., Stiller, J.W., Zhang, B. Genome-
wide functional analysis of the cotton 
transcriptome by creating an integrated EST 
database. PLoS One 2011; 6:e 26980
Yang, F., Min, J. Effect of ephrin-A1/EphA2 on 
invasion of trophoblastic cells. J Huazhong 
Univ Sci Technolog Med Sci 2011; 31: 824–827
Yung, H.W., Atkinson, D., Campion-Smith, T., 
Olovsson, M., Charnock-Jones, D.S., Burton, 
G.J. Differential activation of placental 
unfolded protein response pathways implies 
heterogeneity in causation of early- and 
late-onset pre-eclampsia. J. Pathol. 2014; 234: 
262–276
Zhou, Y., Genbacev, O., Fisher, S.J. The human 
placenta remodels the uterus by using 
a combination of molecules that govern 
vasculogenesis or leukocyte extravasation. 
Ann. N Y Acad. Sci. 2003; 995: 73–83
Zhu, J.Y., Pang, Z.J., Yu, Y.H. Regulation of 
trophoblast invasion: the role of matrix 
metalloproteinases. Rev. Obstet. Gynecol. 
2012; 5: e137–e143
Received 5 February 2020; received in revised 
form 14 August 2020; accepted 23 August 2020.
